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ANNOUNCEMENT {#s1}
============

Bacillus thuringiensis is an aerobic, Gram-positive, spore-forming bacterium of the Bacillus cereus group ([@B1]). It is well known for its ability to generate δ-endotoxins during sporulation ([@B2], [@B3]), due to which it is commonly used as a biological pesticide targeting insects and other invertebrates ([@B4]). Thousands of different B. thuringiensis strains are known, and they produce well over 200 distinct crystal (Cry) toxin proteins. While most commonly found in soil, B. thuringiensis has been isolated from freshwater in Japan ([@B5]), the Philippines ([@B6]), and Poland ([@B7]). Here, we report the genome sequence of a freshwater B. thuringiensis strain (MW) isolated from a stream in the northeastern United States.

B. thuringiensis strain MW was found in a muddy freshwater stream in Mont Vernon, NH, on 3 February 2019 (global positioning system \[GPS\] coordinates 42.8867870, −71.6385825). Tryptic soy agar (TSA) formulated with 50.0 mg/liter of cycloheximide was used to isolate a white, irregularly shaped colony after incubation at 37°C for 48 h. Genomic DNA was isolated using the QIAamp DNA minikit (Qiagen, Valencia, CA) from 5 ml of inoculated TSA broth grown at 37°C for 24 h. The purified genomic DNA was fragmented and tagged with sequence adapters using the HyperPlus kit (v.3.16, catalog number KR1145; Kapa Biosystems, Wilmington, MA) and sequenced on an Illumina HiSeq 2500 at the Hubbard Center for Genome Studies (Durham, NH). The resulting total of 1,504,486 (250-bp) reads were bioinformatically paired and trimmed using Trimmomatic (v.0.38; settings, paired-end mode with a window size of 4, quality requirement of 15, and minimum read length of 36) ([@B8]). A total of 1,275,324 trimmed reads were assembled into a draft genome sequence using SPAdes v.3.13.0 with default settings ([@B9]). Contigs of \<500 bp were removed, and the remaining contigs were annotated using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) v.4.8 ([@B10]) and QUAST v.5.0.2 ([@B11]). Any nonbacterial contaminants identified by PGAP were removed from the final assembly, which had a complete genome size of 5,935,630 bp across 64 contigs, with an estimated sequence coverage of 54×, 4 contigs greater than 1 Mbp (including the largest contig of 1,344,345 bp and the *N*~50~ of 1,154,949 bp), and a G+C content of 34.86%. In total, 6,141 genes, 6,023 coding sequences, 296 pseudogenes, 11 complete rRNAs, 93 tRNAs, and 5 noncoding RNAs were identified by PGAP analysis.

Assignment of strain MW to the species B. thuringiensis was done using BLAST (BLASTn with default settings) ([@B12]), average nucleotide identity (99.10% using EzBioCloud) ([@B13]), and the NCBI SRA Taxonomy Analysis Tool (STAT; default settings) (available on the NCBI Sequence Read Archive "Analysis" tab). Strain MW was found to be most closely related to B. thuringiensis serovar fukuokanensis (serotype 3a:3d:3e), which has known mosquitocidal δ-endotoxins ([@B14]). An initial search for crystalline pesticidal genes in the genome of strain MW found a putative Cry5Ba protein, which has been shown to target hymenopterans, including fire ants, in strain PS86Q3 ([@B15], [@B16]).

Data availability. {#s1.1}
------------------

This Bacillus thuringiensis whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under accession number [SUPP00000000](https://www.ncbi.nlm.nih.gov/nuccore/SUPP00000000). The version described in this paper is the first version, SUPP01000000. The raw Illumina data from BioProject accession number [PRJNA534292](https://www.ncbi.nlm.nih.gov/bioproject/PRJNA534292) were submitted to the NCBI Sequence Read Archive (SRA) under experiment accession number [SRX6871116](https://www.ncbi.nlm.nih.gov/sra/SRX6871116).

Sequencing was undertaken at the Hubbard Center for Genome Studies at UNH, supported by NH-INBRE, with the assistance of Kelley Thomas and Stephen Simpson. This work was a project of the Microbiology Education through Genome Annotation-New Hampshire (MEGA-NH) program.

Bacterial and DNA isolation costs were funded via student laboratory fees of the BSCI 737 Microbial Genomics course at the University of New Hampshire (Spring 2019 semester). Sequencing costs were supported by New Hampshire-INBRE through Institutional Development Award (IDeA) P20GM103506 from the National Institute of General Medical Sciences of the NIH. The funders had no role in study design, data collection and interpretation, or the decision to submit the work for publication.
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